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The endodomain of several coronavirus (CoV) spike (S) proteins contains palmitylated cysteine 
residues and enables co-localization and interaction with the CoV membrane (M) protein. 
Depalmitylation of mouse hepatitis virus S proteins abolished this interaction, resulting in the 
failure of S incorporation into virions. In contrast, an immunofluorescence assay (IFA) showed that 
depalmitylated severe acute respiratory syndrome coronavirus (SCoV) S proteins still co-localized 
with the M protein in the budding site. Here, we determined the ability of depalmitylated SCoV S 
mutants to incorporate S into virus-like particles (VLPs). IFA confirmed that all SCoV S mutants 
co-localized with the M protein intracellularly. However, the mutants lacking two cysteine residues 
(Q1234/1235) f a j| ec | incorporate S into VLPs. This indicated that these palmitylated cysteines are 
essential for S incorporation, but are not involved in S co-localization mediated by the M protein. 

Received 22 September 2011 Our findings suggest that M-S co-localization and S incorporation occur independently of one 

Accepted 10 January 2012 another in SCoV virion assembly. 


Severe acute respiratory syndrome (SARS) is a life-threaten¬ 
ing disease caused by the SARS coronavirus (SCoV) (Drosten 
et al. , 2003; Fouchier et al. , 2003; Ksiazek et al. , 2003). 
SCoV belongs to the family Coronaviridae , which contains 
enveloped viruses with positive-sense ssRNA genomes. The 
virion of CoV carries four structural proteins: spike (S), 
membrane (M), small envelope (E) and nucleocapsid (N) 
(Rota et a/., 2003); some Co Vs contain an additional 
membrane protein, haemagglutinin-esterase (HE). 

Co Vs assemble intracellularly, bud into the lumen of the 
endoplasmic reticulum (ER) Golgi intermediate compart¬ 
ment (ERGIC), and then are released from cells by 
exocytosis (Klumperman et al. , 1994). For efficient virus 
assembly, the structural proteins target and accumulate in 
the ERGIC. The M and E proteins of many CoVs harbour 
Golgi-targeting signals that localize them near the assem¬ 
bly site (Corse 8c Machamer, 2000, 2002). Some CoV S 
proteins contain ER-retrieval signals, whereas others do not 
(Lontok et al. , 2004; McBride et al ., 2007; Schwegmann- 
Wessels et al ., 2004; Shirato et al ., 2010, 2011; Winter et al ., 
2008). However, previous studies have shown that even 
SCoV S proteins with weak ER-retrieval signals localize 


predominantly to the cell surface (McBride et al. , 2007). It 
is only when they are co-expressed with SCoV M protein 
that S proteins can be retained intracellularly and co¬ 
localize with M proteins. The N and HE proteins, which do 
not have such signals, also localize to the assembly site by 
interacting with the M protein. As M is necessary for virus¬ 
like particle (VLP) formation (Corse 8c Machamer, 2000; 
Huang et al ., 2004; Siu et al ., 2008) and interaction with 
other structural proteins can mediate its incorporation into 
virions and VLPs (de Haan et al ., 1999; Haijema et al ., 
2003; Kuo 8c Masters, 2002; McBride 8c Machamer, 2010b; 
Narayanan 8c Makino, 2001; Nguyen 8c Hogue, 1997; 
Opstelten et al. , 1995; Vennema et al. , 1996), M is a key 
player in virion assembly (McBride et al ., 2007; Nguyen 8c 
Hogue, 1997; Opstelten et al ., 1995). 

The CoV S protein is a class I fusion protein, and protease 
treatment of S generates the SI and S2 subunits (Kawase 
etal., 2009; Matsuyama etal., 2005; Ujike etal, 2008). The SI 
subunit contains a binding domain for a host-cell receptor 
(Dveksler et al. , 1993; Li et al. , 2005), while the S2 subunit is 
responsible for virus entry and cell fusion. The CoV S2 
subunit is composed of a large ectodomain, a transmembrane 
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domain (TMD) and a cytoplasmic tail (CT), although the 
exact border between the TMD and CT has not yet been 
identified. A characteristic feature of the TMD and CT is the 
presence of a remarkably dense cluster of cysteine residues. 
This cysteine-rich domain of SCoV and mouse hepatitis virus 
(MHV) can be divided into two cysteine-rich motifs, CRM1 
and CRM2 (Fig. la). Some cysteine residues within these 
motifs are modified with palmitic acid (Bos et al ., 1995; Petit 
et al, 2007). 

Palmitylation of CoV S proteins is important for fusion 
activity and virus assembly. Past studies of SCoV and MHV 
S proteins demonstrated that palmitylated cysteine residues 
in CRM1 are required for cell-cell fusion (Bos et al ., 1995; 
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Fig. 1 - WT and mutant SCoV S proteins and their incorporation of 
[ 35 S]methionine-cysteine or [ 3 H]palmitic acid, (a) Schematic of the 
WT and mutant (i.e. 1A, IB, 2A, 2B, 1, 2, 12) S proteins. S 
contains two a-helical heptad repeats (HR), a putative fusion 
peptide (FP) and a trypsin-cleavage site. The expanded region 
shows the partial amino acid sequence of the TMD and CT. The 
cysteine-rich domain is indicated by a solid bar. The two cysteine- 
rich motifs (CRM1 and CRM2) are indicated by grey boxes; each 
motif is divided into two clusters, A and B. Mutant nomenclature 
was based on the polypeptide regions in which cysteine-to-serine 
substitutions were introduced. ‘14 aa’ indicates the amino acid 
sequence DSEPVLKGVKLHYT. (b) S proteins were labelled with 
either [ 35 S]methionine-cysteine (Met) for 6 h or [ 3 H]palmitic acid 
(PA) for 20 h, recovered by immunoprecipitation and then 
analysed by SDS-PAGE. 


Chang et al ., 2000; Petit et al ., 2007). In contrast, 
underpalmitylation of MHV S proteins, achieved by using 
a specific inhibitor of palmitylation (2-bromopalmitate) 
in infected cells or by introducing cysteine-to-alanine 
substitutions in CRM2, showed reduced ability of M-S 
interactions and resulted in the failure of S incorporation 
into the virion (Shulla & Gallagher, 2009; Thorp et a/., 
2006). These findings suggest a causal relationship between 
the M-S interaction and S incorporation and indicate that 
palmitylated cysteine residues in CRM2 are required for 
both of these processes. 

Recently, McBride 8c Machamer (2010a) created a non- 
palmitylated SCoV S mutant by substituting all of the 
cysteines with alanine residues. Indirect immunofluores¬ 
cence microscopy showed that both wild-type (WT) and 
non-palmitylated SCoV S proteins localized to the cell 
surface when expressed individually; however, when either 
protein was co-expressed with the SCoV M protein, each 
co-localized with M in the budding site. These results 
implied that palmitylation of SCoV S protein was not 
necessary for its interaction with SCoV M, which is quite 
different from studies with the MHV S protein. From 
this result, they expected that both proteins would be 
incorporated efficiently into virions. However, whether the 
WT and non-palmitylated SCoV S proteins are different in 
their ability to be incorporated into virions was not 
addressed in that study. 

In this study, we generated a comprehensive set of SCoV S 
mutants that lack cysteine residues and tested their ability 
to be incorporated into VLPs. Both CRM1 and CRM2 
carry two cysteine-rich clusters, designated A and B (Fig. 
la). cDNAs encoding SCoV S, M, E and N proteins 
(Frankfurt strain) were subcloned into EcoRl sites within 
the pCAGGS expression vector. Site-directed mutagenesis 
was performed using standard PCR protocols with the 
overlap-extension technique (Horton 8c Pease, 1991). 

To determine whether the SCoV S mutants were palmity¬ 
lated, COS-7 cells transiently expressing the various S 
protein mutants were metabolically labelled with either 

O r O 

[ S]methionine-cysteine or [ H]palmitic acid. Transient S 
expression was performed using TransYT COS Transfection 
Reagent (Mirus Bio), according to the manufacturer’s 
instructions. At 28 or 42 h post-transfection, S protein¬ 
expressing cells were labelled with 500 pCi (18.5 MBq) 
['H]palmitic acid (Perkin-Elmer) for 20 h or with 5.0 pCi 
(185 kBq) Tran[ 35 S]-label (MP Biomedicals) for 6 h, 
respectively. Labelled cells were lysed in RIPA (radio- 
immunoprecipitation assay) buffer [0.15 M NaCl, 50 mM 
Tris/HCl (pH 7.4), 1% Triton X-100, 1% sodium 

deoxycholate and 0.1% SDS], and the supernatants were 
immunoprecipitated overnight at 4 °C with anti-SCoV 
rabbit polyclonal antiserum (generously provided by 
Dr Morikawa) and protein G-Sepharose beads (GE 
Healthcare). The labelled immunocomplexes were released 
from the beads by incubating for 5 min at 70 °C in SDS 
sample buffer without reducing reagent (50 mM Tris, 2% 
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SDS, 0.1% bromophenol blue and 10% glycerol). The 
resultant solution was subjected to SDS-PAGE and 
visualized by autoradiography using a FUJIX BAS 2500 
system (Fujifilm). As shown in Fig. 1(b), multimeric forms 
of SCoV S proteins were predominantly detected under 
these conditions. All S mutant proteins were labelled with 

o £T 

[ S]methionine-cysteine to a similar extent as the WT S 
protein. The CRM1- and CRM2-mutated S proteins (i.e. 
mutants 1A, IB, 2A, 2B, 1 and 2) were labelled with 
[ H]palmitic acid, whereas mutant 12, which lacked all 
cysteine residues, was not labelled (Fig. lb). Densitometer 
analysis revealed that mutant 1 reduced the incorporation 
of palmitic acid by approximately 70 %, consistent with a 
previous study (Petit et al ., 2007). Our results suggest that 
cysteine residues of both CRM1 and CRM2 are palmityla¬ 
tion sites. 

We next wanted to determine whether depalmitylated SCoV 
S mutants could be incorporated efficiently into SCoV VFPs 
(Huang et al ., 2006). To do this, 293T cells in a 60 mm dish 
were cotransfected with 1.0 pg pCAGGS-SCoV S, 4.7 pg 
pCAGGS-SCoV E, 0.5 pg pCAGGS-SCoV M and 1.0 pg 
pCAGGS-SCoV N using TransYT 293 Transfection Reagent 
(Mirus Bio). At 72 h post-transfection, VFPs released into 
the culture medium were harvested and pelleted though a 
20% sucrose cushion at 45 000 r.p.m. for 2 h (SW55Ti 
rotor; Beckman). The production of VFPs and the 
accumulation of SCoV proteins within the cells were 
detected by Western blot analysis. S, N and M proteins 
were detected with the anti-S antibody IMG-557 (Imgenex) 
or anti-SCoV N or M protein rabbit polyclonal antiserum 
(generously provided by Dr Mizutani), together with HRP- 
conjugated anti-rabbit IgG (Invitrogen). Protein bands were 
visualized using ECFplus (GE Healthcare) on an FAS-1000 
instrument (Fujifilm). 

As shown in Fig. 2(a), co-expression of SCoV N, M, E and 
WT S proteins resulted in VFP release. Excluding the S 
protein plasmid from the transfection mixture resulted in 
the release of VFPs lacking the S protein. SCoV S mutant 
proteins with cysteine substitutions at the 2B cluster of 
CRM2 (i.e. mutants 2B, 2 and 12) were not detected in the 
released VFPs, in contrast to the other S mutants. As 
accumulation of intracellular S mutants 2B, 2 or 12 was 
similar to that of WT S (Fig. 2a), the lack of incorporation of 
these mutants into VFPs was not due to poor accumulation. 
In addition, S proteins were not detected in medium when 
only the S protein plasmid was transfected into 293T cells, 
demonstrating that S proteins in medium were not derived 
from secreted free S proteins (Fig. 2b). These results 
demonstrated that two palmitylated cysteine residues of 
CRM2B (i.e. C 1234 and C 1235 ) are essential for S incorpora¬ 
tion into SCoV VFPs. 

Previous studies using indirect immunofluorescence 
microscopy demonstrated that depalmitylated SCoV S 
proteins co-localize with SCoV M proteins (McBride 8c 
Machamer, 2010a). These results imply the ability of S to 
interact with M proteins, so its lack of incorporation into 
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Fig. 2. WT and mutant S incorporation into SCoV VLPs. (a) 
Plasmids encoding S, M, N or E proteins were cotransfected into 
293T cells. At 72 h post-transfection, released VLPs and cellular 
extracts were subjected to SDS-PAGE, electrotransfer of the 
separated proteins onto a transfer membrane and Western blot. 
S(—) VLPs were generated with empty pCAGGS vectors instead 
of pCAGGS-SCoV S. (b) ‘Only S’ indicates that plasmids 
encoding S and empty pCAGGS vectors were transfected into 
293T cells. 


VFPs was unexpected. To confirm whether the SCoV S 
mutants generated in this study could co-localize with 
SCoV M proteins, their subcellular locations within COS-7 
cells were evaluated by indirect immunofluorescence 
microscopy under permeabilized and non-permeabilized 
conditions. COS-7 cells were cotransfected with 1.0 pg 
pCAGGS-SCoV S and 0.5 pg of either pCAGGS-SCoV M 
or empty pCAGGS vector. At 40 h post-transfection, SCoV 
S and M protein-expressing COS-7 cells were fixed with 
4% paraformaldehyde for 15 min at room temperature 
and permeabilized, or not, with 0.1% Triton X-100 for 
20 min at room temperature. The cells were then stained 
with anti-SCoV S mouse mAb (Ohnishi et al ., 2005) and 
anti-SCoV M rabbit polyclonal antiserum, using Alexa 
Fluor 594-conjugated goat anti-mouse IgG (Invitrogen) 
and FITC-conjugated goat anti-rabbit IgG secondary 
antibodies. Images were obtained with an Axioscope 
microscope (Carl Zeiss). The representative SCoV S 
mutant 2B, which failed to be incorporated into VFPs, is 
shown in Fig. 3. When mutant 2B was expressed alone, it 
localized predominantly to the cell surface (Fig. 3a, left). In 
contrast, when it was co-expressed with SCoV M, mutant 
2B was retained intracellularly (Fig. 3a, right) and co¬ 
localized with M (Fig. 3b). All of the other SCoV S 
mutants, including non-palmitylated mutant 12, stained 
similarly (data not shown), consistent with previous 
studies (McBride 8c Machamer, 2010a). Thus, all of the 
SCoV S mutants generated in this study co-localize 
efficiently with the SCoV M protein. 
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Fig. 3. Subcellular localization of WT and mutant SCoV S proteins 
with or without SCoV M proteins. COS-7 cells were cotransfected 
with pCAGGS-SCoV S and either pCAGGS-SCoV M or empty 
pCAGGS vector, (a) Subcellular localization of WT and mutant 
SCoV S proteins with (M + S) or without (S) the SCoV M protein, 
(b) Co-localization of S mutant 2B and M proteins. The dashed 
square in (a) was magnified. All SCoV S mutants showed similar 
co-localization staining results (data not shown). 


In summary, we demonstrated that two palmitylated 
cysteines in CRM2B of the SCoV S protein are essential 
for S incorporation into VLPs, but not for the S co¬ 
localization mediated by the SCoV M protein in the 
budding site. This is in contrast to studies of the MHV S 
protein (Shulla 8c Gallagher, 2009; Thorp et a/., 2006). 
Palmitylation of MHV S protein was required for MHV 
M-S co-localization and interaction, which are thought to 
mediate MHV S incorporation into virions. C-terminal 
truncation mutants of MHV S, which lacked cysteine 
residues in CRM2, were unable to interact with MHV M, 
resulting in no S incorporation (Bosch et al ., 2005). Thus, 
M-S co-localization/interaction and S incorporation were 
both dependent on palmitylated cysteines within MHV S 
proteins. However, our study demonstrated that, in the 
case of SCoV S proteins, the absence of cysteine residues in 
CRM2B did not affect M-S co-localization, but failed to 
allow S incorporation, indicating the independence of these 
two functions. Importantly, these data also suggest that 
intracellular retention of S proteins within the virion- 
assembly site, which is mediated by M protein, is not 
sufficient for S incorporation and requires two palmity¬ 
lated cysteines within the S protein. 


It is unclear why SCoV M-S co-localization occurs 
independently of SCoV S incorporation. A few possible 
explanations are conceivable. As the M-S co-localization 
detected by indirect immunofluorescence assay does not 
necessarily reflect direct M-S interaction, we could not 
exclude the possibility that, despite M-S co-localization, 
depalmitylated SCoV S proteins might not interact 
directly with SCoV M proteins, resulting in a failure 
of S incorporation into VLPs. However, this seems 
unlikely because findings from an in vitro binding assay 
suggested that the recombinant SCoV S-tail domain 
purified from a bacterial expression system, which was 
not palmitylated, was able to interact with SCoV M 
proteins (McBride et al ., 2007). Given that depalmity¬ 
lated SCoV S proteins could interact with the SCoV M 
protein, another possible explanation is as follows. 
During virion and VLP assembly, it is hypothesized that 
M proteins interact through multiple contact sites, 
creating a dense matrix of protein within the viral 
membrane (de Haan et al ., 2000). This dense matrix, 
formed by lateral M-M interactions, may limit the space 
available for membrane-spanning S proteins. Therefore, 
in addition to M binding, efficient S incorporation 
also requires that S adapts an appropriate structure 
to accommodate its endodomain in the limited space. 
Although we showed in mutant 1 that cysteines in only 
CRM2 (2A and 2B) were palmitylated, we could not rule 
out the possibility that cysteine(s) in the 2A rather than 
the 2B region were palmitylated. Thus, the two hydro- 
phobic palmitic acids branching off CRM2B into the 
inner membrane, or the non-palmitylated cysteine(s) 
themselves, may contribute to formation of such a 
structure. Our data highlight the mechanistic differences 
of S incorporation between MHV and SCoV. 

Acknowledgements 

We thank Drs Testuya Mizutani, Shigeru Morikawa and Yasuko 
Tsunetsugu-Yokota of the National Institute of Infectious Diseases, 
Tokyo, Japan, for kindly providing antibodies (anti-SCoV S, N and M 
rabbit polyclonal antiserum, and anti-SCoV S mouse mAbs). This 
work was supported by a Japan Society for the Promotion of Science 
Grant-in-Aid for Young Scientists (B; no. 23790509) and the Strategic 
Research Base Development Program for Private Universities from 
the Ministry of Education, Culture, Sports, Science and Technology in 
Japan. 


References 

Bos, E. C., Heijnen, L., Luytjes, W. & Spaan, W. J. (1995). Mutational 
analysis of the murine coronavirus spike protein: effect on cell-to-cell 
fusion. Virology 214, 453-463. 

Bosch, B. J., de Haan, C. A., Smits, S. L. & Rottier, P. J. (2005). Spike 
protein assembly into the coronavirion: exploring the limits of its 
sequence requirements. Virology 334, 306-318. 

Chang, K. W., Sheng, Y. & Gombold, J. L. (2000). Coronavirus- 
induced membrane fusion requires the cysteine-rich domain in the 
spike protein. Virology 269, 212-224. 


826 


Journal of General Virology 93 

















Importance of SCoV S palmitylation in S incorporation 


Corse, E. & Machamer, C. E. (2000). Infectious bronchitis vims E 
protein is targeted to the Golgi complex and directs release of virus¬ 
like particles. / Virol 74, 4319-4326. 

Corse, E. & Machamer, C. E. (2002). The cytoplasmic tail of 
infectious bronchitis virus E protein directs Golgi targeting. / Virol 76, 
1273-1284. 

de Haan, C. A., Smeets, M., Vernooij, F., Vennema, H. & Rottier, P. J. 
(1999). Mapping of the coronavirus membrane protein domains 
involved in interaction with the spike protein. / Virol 73, 7441-7452. 

de Haan, C. A., Vennema, H. & Rottier, P. J. (2000). Assembly of 
the coronavirus envelope: homotypic interactions between the M 
proteins. / Virol 74, 4967-4978. 

Drosten, C., Gunther, S., Preiser, W., van der Werf, S., Brodt, H. R., 
Becker, S., Rabenau, H., Panning, M., Kolesnikova, L. & other 
authors (2003). Identification of a novel coronavirus in patients with 
severe acute respiratory syndrome. N Engl J Med 348, 1967-1976. 

Dveksler, G. S., Pensiero, M. N., Dieffenbach, C. W., Cardellichio, 
C. B., Basile, A. A., Elia, P. E. & Holmes, K. V. (1993). Mouse hepatitis 
virus strain A59 and blocking antireceptor monoclonal antibody bind 
to the N-terminal domain of cellular receptor. Proc Natl Acad Sci USA 
90, 1716-1720. 

Fouchier, R. A., Kuiken, T., Schutten, M., van Amerongen, G., van 
Doornum, G. J., van den Hoogen, B. G., Peiris, M., Lim, W., Stohr, K. 
& Osterhaus, A. D. (2003). Aetiology: Koch’s postulates fulfilled for 
SARS virus. Nature 423, 240. 

Haijema, B. J., Volders, H. & Rottier, P. J. (2003). Switching species 
tropism: an effective way to manipulate the feline coronavirus 
genome. / Virol 77, 4528-4538. 

Horton, M. R. & Pease, L. R. (1991). Recombination and mutagenesis 
of DNA-sequences using PCR. In Directed Mutagenesis: a Practical 
Approach , pp. 217-247. Edited by M. J. McPherson. Oxford: Oxford 
University Press. 

Huang, Y., Yang, Z. Y., Kong, W. P. & Nabel, G. J. (2004). Generation 
of synthetic severe acute respiratory syndrome coronavirus pseudo¬ 
particles: implications for assembly and vaccine production. / Virol 
78, 12557-12565. 

Huang, C., Narayanan, K., Ito, N., Peters, C. J. & Makino, S. (2006). 

Severe acute respiratory syndrome coronavirus 3a protein is released 
in membranous structures from 3a protein-expressing cells and 
infected cells. / Virol 80, 210-217. 

Kawase, M., Shirato, K., Matsuyama, S. & Taguchi, F. (2009). 

Protease-mediated entry via the endosome of human coronavirus 
229E. / Virol 83, 712-721. 

Klumperman, J., Locker, J. K., Meijer, A., Horzinek, M. C., Geuze, H. J. 
& Rottier, P. J. (1994). Coronavirus M proteins accumulate in the 
Golgi complex beyond the site of virion budding. / Virol 68, 6523- 
6534. 

Ksiazek, T. G., Erdman, D., Goldsmith, C. S., Zaki, S. R., Peret, T., 
Emery, S., Tong, S., Urbani, C., Comer, J. A. & other authors (2003). 

A novel coronavirus associated with severe acute respiratory 
syndrome. N Engl J Med 348, 1953-1966. 

Kuo, L. & Masters, P. S. (2002). Genetic evidence for a structural 
interaction between the carboxy termini of the membrane and 
nucleocapsid proteins of mouse hepatitis virus. / Virol 76, 4987- 
4999. 

Li, F., Li, W., Farzan, M. & Harrison, S. C. (2005). Structure of SARS 
coronavirus spike receptor-binding domain complexed with receptor. 
Science 309, 1864-1868. 

Lontok, E., Corse, E. & Machamer, C. E. (2004). Intracellular 
targeting signals contribute to localization of coronavirus spike 
proteins near the virus assembly site. / Virol 78, 5913-5922. 


Matsuyama, S., Ujike, M., Morikawa, S., Tashiro, M. & Taguchi, F. 
(2005). Protease-mediated enhancement of severe acute respiratory 
syndrome coronavirus infection. Proc Natl Acad Sci USA 102, 
12543-12547. 

McBride, C. E. & Machamer, C. E. (2010a). Palmitoylation of SARS- 
CoV S protein is necessary for partitioning into detergent-resistant 
membranes and cell-cell fusion but not interaction with M protein. 
Virology 405, 139-148. 

McBride, C. E. & Machamer, C. E. (2010b). A single tyrosine in the 
severe acute respiratory syndrome coronavirus membrane protein 
cytoplasmic tail is important for efficient interaction with spike 
protein. / Virol 84, 1891-1901. 

McBride, C. E., Li, J. & Machamer, C. E. (2007). The cytoplasmic tail 
of the severe acute respiratory syndrome coronavirus spike protein 
contains a novel endoplasmic reticulum retrieval signal that binds 
COPI and promotes interaction with membrane protein. / Virol 81, 
2418-2428. 

Narayanan, K. & Makino, S. (2001). Characterization of nucleocap- 
sid-M protein interaction in murine coronavirus. Adv Exp Med Biol 
494, 577-582. 

Nguyen, V. P. & Hogue, B. G. (1997). Protein interactions during 
coronavirus assembly. J Virol 71, 9278-9284. 

Ohnishi, K., Sakaguchi, M., Kaji, T., Akagawa, K., Taniyama, T., 
Kasai, M., Tsunetsugu-Yokota, Y., Oshima, M., Yamamoto, K. & 
other authors (2005). Immunological detection of severe acute 
respiratory syndrome coronavirus by monoclonal antibodies. Jpn J 
Infect Dis 58, 88-94. 

Opstelten, D. J., Raamsman, M. J., Wolfs, K., Horzinek, M. C. & 
Rottier, P. J. (1995). Envelope glycoprotein interactions in corona¬ 
virus assembly. J Cell Biol 131, 339-349. 

Petit, C. M., Chouljenko, V. N., Iyer, A., Colgrove, R., Farzan, M., 
Knipe, D. M. & Kousoulas, K. G. (2007). Palmitoylation of the 
cysteine-rich endodomain of the SARS-coronavirus spike glycopro¬ 
tein is important for spike-mediated cell fusion. Virology 360, 264- 
274. 

Rota, P. A., Oberste, M. S., Monroe, S. S., Nix, W. A., Campagnoli, R., 
Icenogle, J. P., Penaranda, S., Bankamp, B., Maher, K. & other 
authors (2003). Characterization of a novel coronavirus asso¬ 
ciated with severe acute respiratory syndrome. Science 300, 1394- 
1399. 

Schwegmann-Wessels, C., Al-Falah, M., Escors, D., Wang, Z., 
Zimmer, G., Deng, H., Enjuanes, L., Naim, H. Y. & Herrler, G. 
(2004). A novel sorting signal for intracellular localization is present 
in the S protein of a porcine coronavirus but absent from severe acute 
respiratory syndrome-associated coronavirus. / Biol Chem 279, 
43661-43666. 

Shirato, K., Maejima, M., Hirai, A., Ami, Y., Takeyama, N., Tsuchiya, K., 
Kusanagi, K., Nunoya, T. & Taguchi, F. (2010). Enhanced cell fusion 
activity in porcine epidemic diarrhea virus adapted to suckling mice. 
Arch Virol 155, 1989-1995. 

Shirato, K., Maejima, M., Matsuyama, S., Ujike, M., Miyazaki, A., 
Takeyama, N., Ikeda, H. & Taguchi, F. (2011). Mutation in the 
cytoplasmic retrieval signal of porcine epidemic diarrhea virus spike 
(S) protein is responsible for enhanced fusion activity. Virus Res 161, 
188-193. 

Shulla, A. & Gallagher, T. (2009). Role of spike protein endodomains 
in regulating coronavirus entry. J Biol Chem 284, 32725-32734. 

Siu, Y. L., Teoh, K. T., Lo, J., Chan, C. M., Kien, F., Escriou, N., Tsao, 
S. W., Nicholls, J. M., Altmeyer, R. & other authors (2008). The M, E, 

and N structural proteins of the severe acute respiratory syndrome 
coronavirus are required for efficient assembly, trafficking, and release 
of virus-like particles. / Virol 82, 11318-11330. 


http://vir.sgmjournals.org 


827 




M. Ujike and others 


Thorp, E. B., Boscarino, J. A., Logan, H. L., Goletz, J. T. & Gallagher, 
T. M. (2006). Palmitoylations on murine coronavirus spike proteins 
are essential for virion assembly and infectivity. / Virol 80, 1280-1289. 

Ujike, M., Nishikawa, H., Otaka, A., Yamamoto, N., Yamamoto, N., 
Matsuoka, M., Kodama, E., Fujii, N. & Taguchi, F. (2008). Heptad 
rep eat-derived peptides block protease-mediated direct entry from 
the cell surface of severe acute respiratory syndrome coronavirus but 
not entry via the endosomal pathway. / Virol 82, 588-592. 


Vennema, H., Godeke, G. J., Rossen, J. W., Voorhout, W. F., 
Horzinek, M. C., Opstelten, D. J. & Rottier, P. J. (1996). 

Nucleocapsid-independent assembly of coronavirus-like particles 
by co-expression of viral envelope protein genes. EMBO J 15, 2020- 
2028. 

Winter, C., Schwegmann-Wessels, C., Neumann, U. & Herrler, G. 
(2008). The spike protein of infectious bronchitis virus is retained 
intracellularly by a tyrosine motif. / Virol 82, 2765-2771. 


828 


Journal of General Virology 93 




